To compare ProbeSelect to conventional biomarker selection and stratification approaches, we applied the method developed by Perou et al. on the same dataset (SPMS dataset, publicly available through the Accelerated Cure Project). In order to select probes/biomarkers from an expression dataset, this method first computes the coefficient of variation (CV) for each probe across all the samples (cases and controls). Probes that show a high CV (typically > 10%) are selected as potential biomarkers. Then samples are clustered in the space of these probes to reveal the underlying structure (if any) and discover a subgroup enriched for the control (or healthy) population. We identified 6013 probes that passed the 10% CV criterion in our dataset, 378 of which are in the probes selected by ProbeSelect. A standard PCA and hierarchical clustering reveals that the controls are not separated from the cases ( Figure S1 ). Fig S1. PCA or a hierarchical clustering technique do not cleanly separate out the clusters and the controls in the space of the 10% CV probes (red=cases, blue=controls).
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